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MIRNA_219 enerstnformetion T Secondary Structure v

Name: miRNA_219

MiRNA loci .

Position: 139903 - 139962
S u m m ar Strand: Forward
y Length: 60
Score: 1200

Export box
@ Export sequence © Export annotal

Sequence And Structure

> Free energy:-14.3

Paired nucleotides: 38 Unpaired nucleotides: 22

Loop number: 1 loop max si

In,] 1 R NA Bulge number: 4 Bulge max size: 1bp
I Single-base bulge number: 4 Junction number: 0

Seq. composition

(GC%: 41.67)
Extract region from: |1 to: |60 L T
O Reset
Search nucleotide sequence:
>miRN
CATTATTA .CTCG TACCGTGAGT AATAATGCA
CCCOOOOO00 oeeeeeec. 13))2))) 1))
o
Functional Annotation sest it Structural Annotation
m I R NA Accession: RF00701 (cFam-mirna) Type: Gene
> . Species: none Gene ID: GSONMG00003428001
= Query start=>end: 13990 Subject start=>end: 47=>65 start=>end: 123725=>143837
annotation o
% identity: 100 Mismatches: 0
Features Table
Show| 10 * | entries Search:
Name + Score ] Database s +
RF0070 382 rfamrmirna 139903
MIMATO036676 382 mirbase 139903
Showing 1 to 2 of 2 entries First. Previous 1 Next Last
Isoforms Table
show| 10 | entries Search:
Name ¢ Nb_samples @ Expression ¢ Annotations s Sequence +
A seq72 38 135373 176:miR-126-5p, -126 CATTATTACTTTTGGTACGE
mi R NA seqtésos 8 295056 12659, 126 CATTATTACTTTTGGTACGEGE
seq1729 38 284870 y 126 CATTATTACTTTTGGTACGCG
. seq18s71 38 199501 126-3p. -126 CTCGTACCGTGAGTAATAATGE
I S ofo rm S seq25525 38 1173960 126-3p. -126 TCGTACCGTGAGTAATAATGC
seq31013 38 64033 126-3p. -126 TCGTACCGTGAGTAATAATG
seq28445 38 1009754 26a. 126 TCGTACCGTGAGTAATAATGCA
seq104s1 38 59009 26a. -126 CGTACCGTGAGTAATAATGCA
52q20100 57 2939 R-1263-5p, -126 CATTATTACTTTTGGTACG
seq22605 57 2101 126-5p. 126 ATTATTACTTTTGGTACGCGE
Showing 1to 10 of 24 entries First Previous 1 2 3 Next Last
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